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Subplots of Figure 4:
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Figure S.4 (a): The frequency and location of crossovers in DNA shuffling libraries made from DsRed and mRFP. The lines indicate rolling DNA identity calculated by summing the number of identical DNA bp in a 20bp window and dividing by 20 bp. So, one would indicate that 100% DNA identity in a 20bp window, ten to the left and ten to the right of a DNA residue.
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Figure S.4 (b): The frequency and location of crossovers in RD-PCR 1 libraries made from DsRed and mRFP
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Figure S.4 (c): The frequency and location of crossovers in RD-PCR 2 libraries made from DsRed and mRFP.
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Figure S.4 (d): The frequency and location of crossovers in RD-PCR 3 libraries made from DsRed and mRFP.
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Figure S.4 (e); The frequency and location of crossovers in RD-PCR 4 libraries made from DsRed and mRFP.

[image: image6.png]Noof crossovers

B

=

2

15

»

RD-PCR 5 distribution

x

X % 300 X XK xx ¢

X0

x

%ok

0

20

30 a0
Posion n marp (ase pais)

03

02

o1

Aanssm wa





Figure S.4 (f): The frequency and location of crossovers in RD-PCR 5 libraries made from DsRed and mRFP.

